Abstract: In the current study, we present the molecular characterization of an endophyte fungus associated with the leaves of Deschampsia antarctica Desv. (Poaceae), a monocot species native to Antarctica. The isolate was obtained from 90 leaf fragments from two distinct collection sites, both located on Half Moon Island, South Shetland Islands and Maritime Antarctica. The internal transcribed spacer region (ITS) was sequenced and the endophytic fungus was identified as belonging to the genus Juncaceicola Tennakoon, Camporesi, Phook and K.D. Hyde (99% nucleotide sequence identity). When compared to all fungi of the genus Juncaceicola deposited in data base, our isolate showed greater proximity with Juncaceicola typharum, however, because it presents a low bootstrap value to be considered a new species, we treat it as Juncaceicola cf. typharum. Moreover, the identification of our isolate as belonging to the genus Juncaceicola makes this the first occurrence of a species of this genus to be associated with the leaves of Antarctic plants. This work is considered as a starting point for other studies with fungi of this genus associated with leaves of Deschampsia antarctica, as it presents results from two collection points on a single Antarctic island, suggesting that new sites and new Antarctic islands should be explored.
Introduction
Antarctica is one of the regions on the planet with extreme environment [1] . The establishment and survival of living organisms are limited by conditions such as low temperature and nutrient availability, strong winds, high sublimation and evaporation, frequent freezing-thawing cycles, low annual precipitation, high solar incidence and ultraviolet radiation, and low water availability [2] [3] [4] [5] . In terms of biomass and taxonomic diversity, microorganisms such as bacteria and fungi comprise the dominant groups of most Antarctic ecosystems, because they respond to these conditions successfully [6] .
Fungi are present in abundance in Antarctica [7] , and the described filamentous fungi species belongs to the major groups in the Fungi Kingdom, such as Chytridiomycota, Zygomycota (a phylum no 2 of 12 longer accepted in the new classification due to its polyphyletic nature), Glomeromycota, Ascomycota and Basidiomycota [5, 8, 9] . The distribution of fungi in Antarctica is related to the dispersal of different substrata such as soils [10] , seawater [11] and plants [9] . Previous studies conducted by Rosa et al. [12, 13] , Santiago et al. [9] and Upson et al. [14] reported endophytic fungi isolated from Deschampsia antarctica Desv. (Poaceae).
The term 'endophyte' is used to refer to any organism that colonizes the internal tissues of plants and without causing apparent damage to the host [15] . After more than 200 years of research, endophytic fungi represent approximately 7% of the 1.5 million fungi estimated for Earth [16] , and have been reported to be found in almost 300,000 terrestrial plant species. It is suggested that endophytic and mycorrhizal fungi are associated with most plants in natural ecosystems [15, 17] . In order to increase the knowledge of diversity of endophyte fungi, plants that live in poorly explored habitats are being used as sources to discover new species [18] .
To understand ecological functions and the impacts on plant communities, it is important to understand first how different types of fungi live in these places [19] . However, there is not yet a complete characterization of the microorganisms found in Antarctica, especially fungal communities [12] .
Studies involving endophytic fungi have increased over the last 30 years; it has been observed that these fungi have important roles in plant development [20] . Because the high isolation rate of new endophytic fungi from plants living in under-exploited habitats such as Antarctica, researchers are using plant species from this location to discover new endophytic fungi and generate increased knowledge regarding their diversity and their capacity to produce new natural products with potential biological activity [16, 21] .
The aim of the present study was to isolate and characterize, by molecular phylogeny and in vitro growing experiments, the endophytic fungus associated Deschampsia antarctica Desv. (Poaceae) collected from Half Moon Island, in order to deepen knowledge on the fungal diversity in Antarctic ice-free areas.
Materials and Methods

Study Area and Sample Collection
The samples were collected from Half Moon Island (62 • Figure 1 ) in a total of five samples for each site. The sampled were stored in sterile plastic bags and transported in the freezer (−20 • C) to Brazil by members of the Antarctic Expedition of the Brazilian Antarctic Program.
Isolation of the Endophytic Fungus
The isolation method was conducted in the Núcleo de Estudos da Vegetação Antártica (NEVA), located at the Universidade Federal do Pampa (UNIPAMPA, São Gabriel-RS, Brazil). The Plastic bags containing D. antarctica were opened under a laminar flow cabbinet. Three healthy leaves per plant were selected for this study. The middle sections of each leaf were cut into three fragments (approximately 1 cm) and were dipped in 70% ethanol (1 min) and 2% sodium hypochlorite (3 min), followed by one wash with sterile distilled water (2 min), following the method of Rosa et al. [12] . The fragments were plated on Petri dishes (90 mm) containing potato dextrose agar (PDA; Sigma-Aldrich-70139, Merck KGaA Company, Darmstadt, Germany) supplemented with chloramphenicol (100 µg mL −1 ). The inoculated dishes were incubated at 18 ± 1 • C in the absence of light to allow mycelia growth. After 60 days of incubation, the mycelial discs (8 mm) were prepared using the isolated culture, which served as source of inoculum. The mycelial discs were aseptically transferred into sterilized dishes containing PDA medium. The cultures were incubated at 20 ± 1 • C Diversity 2018, 10, 107 3 of 12 in the absence of light. Isolated fungi were stored in distilled water [22] 
DNA Extraction, Amplification and Purification
DNA extraction was performed using Norgen Plant/Fungi DNA isolation kit (Biotek Corporation, model 26200, Thorold, ON, Canada), the fungi were inoculated in BDA culture medium and extraction took place after the 7th day of fungus inoculation. All the mycelium present in the plate was used, with a total ≤100 mg for the extraction according to the protocol established by the kit. The internal transcribed spacer (ITS) region was amplified by polymerase chain reaction (PCR) using universal primers ITS1 (5_-TCCGTAGGTGAACCTGCGG-3_) and ITS4 (5_-TCCTCCGCTTATTGATATGC-3) described by White et al. [23] . Amplification of the ITS region was performed as follows: 95 °C for 5 min, followed by 40 cycles of 94 °C for 60 s, 50 °C for 60 s, and 72 °C for 60 s, with a final extension at 72 °C for 5 min [12] . The amplified DNA was cleaned using Wizard ® SV Gel and PCR Clean-Up System (Promega, Fitchburg, WI, USA) according to the manufacturer's protocol. Sequencing was performed using an ABI Prism ® 3500 Genetic Analyzer (Applied Biosystems, Foster City, CA, USA). 
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Phylogenetic Analysis
The sequence was corrected manually and edited using BioEdit v.7.2.5 software [24] . The edited sequence was checked using Chromas 2.6 software [25] . A consensus sequence was obtained using SeqMan software from DNASTAR [26] . The sequence data generated in this study have been submitted to GenBank and provided with the accession number MG272499. To achieve identification of species classification based on the ITS region, the consensus sequence was aligned with sequences from the Phaeosphaeriaceae family that had Query Cover greater than 70% and Identity greater than 85% as retrieved from the NCBI GenBank database using the BLAST tool [27] . For each alignment obtained for the present analysis a pairwise distance matrix (distance p) were obtained in order to evaluate the genetic distance for our new sequence with others from public database.
A phylogenetic tree was obtained by using the Maximum Likelihood method based on the General Time Reversible nucleotide model [28] with 1000 bootstrap replications according to Felsenstein [29] and performed with the program MEGA version 7.0 [30] . The best model for nucleotide substitution was established using MEGA 7.0 and adjusted in JModelTest [31] . The information regarding fungal classification followed MycoBank (http://www.mycobank.org) and the Index Fungorum (http:// www.indexfungorum.org) [8, 32, 33] .
2.5.Effects of Temperature on Mycelia Growth
To determine the optimal growth temperature, the fungus was inoculated at 3 different temperatures (15 • C, 20 • C and 25 • C) in PDA medium. Fifteen replicates were used for each treatment. 8 mm discs containing active mycelium were placed in the center of the Petri dish and maintained in photoperiod cameras. Mycelial growth was measured with a pachymeter by the back of the dishes in diameters every 72 h in 8 directions for 21 days in total.
Two comparisons were made for statistical analysis of growth data at different temperatures. For the first comparison the sum of the radial growth averages in the 7 days of measurement was made comparing the three different temperatures. For the second comparison the growth averages were performed for the fifteen replicates per temperature per day. For both cases the normality tests of Shapiro-Wilk [34] were performed. When the sample was shown to be from a non-normal population, the non-parametric Mann-Whitney U Test [35] was used. In samples with normal distribution population, Analysis of variance (ANOVA) and Tukey test [36] at 5% were used to compare the growth at the three temperatures. It was decided not to perform the treatment for the presence of outlier in the sampled sets.
Morphological Description
Morphological characterization was performed according to Noble [37] , using PDA culture medium at 20 • C. Macroscopic structures were analyzed for der texture. For mycelial color using The Online Auction Color Chart [38] , growth diameter, mycelia growth type and microscopic structures, the type of hyphae, size of hyphae, presence of connection clips and other structures were evaluated.
Results
In this study, we present preliminary outcomes for occurrence of the genus Juncaceicola in the Antarctic continent, where ten individual samples of D. antarctica were obtained from two distinct sites (5 samples per site) of Half Moon Island, a single isolated from endophytic fungus was recovered from 90-leaf fragments. We present here the molecular identification, preliminary morphological description and growth behavior related to temperature variation, as below.
Phylogenetic Analyzes
The ITS1-ITS4 rDNA phylogeny demonstrated that our isolated fungus probably belongs to the genus Juncaceicola Tennakoon, Camporesi, Phookamsak and K.D. Hyde [39] . Our sequence was aligned with 36 other sequences selected from the best GenBank BLAST results and the phylogenetic analysis of the isolate UNIPAMPA_ROSA, showed a close relationship with the Juncaceicola genus, supported by a higher bootstrap value (99), when compared with ITS homologues from other genera obtained from GenBank. The Maximum Likelihood (ML) consensus tree, which is most consistent in topology, are show in Figure 2 . The genetic distances obtained in comparison to our sequence and the other homologous regions of the ITS used for this study corroborate the hypothesis that our sequence is probably of a species of the genus Juncaceicola (Supplementary Figure S1) .
The genera Phaeosphaeriopsis and Populocrescentia had 19% ITS sequence identity with Juncaceicola. According to BLAST comparisons of the ITS regions, the sequences that presented closest query coverage and identity values were five species (J. dactylidis, J. oreochloae, J. padellana, J. alpina and J. achilleae) belonging to the same genus. J. achilleae (KX449525) and J. alpina (NR145172) obtained cover of 100% and identity of 97% to the query.
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Morphological Description
Culture characteristics: PDA colonies showing slow growth in PDA reaching 34-56 mm in diameter after 4 weeks at 20 °C, cotonous, in some cases the mycelium reaching almost the same height of the original transplant disc, zoned by different heights and margin irregular. Colony with aged light pink color (OAC606) in the center, along the colony and at the edge of the plate varying between darker aged rose (OAC603) or light pink (OAC599), end of colony with hyaline hyphae. 
Culture characteristics: PDA colonies showing slow growth in PDA reaching 34-56 mm in diameter after 4 weeks at 20 • C, cotonous, in some cases the mycelium reaching almost the same height of the original transplant disc, zoned by different heights and margin irregular. Colony with aged light pink color (OAC606) in the center, along the colony and at the edge of the plate varying between darker aged rose (OAC603) or light pink (OAC599), end of colony with hyaline hyphae. Reverse showing the same coloration in the center (OAC606), and also the same variation in the course of the colony (OAC603-OAC599) and the end of the colony with hyaline hyphae.
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Effects of Temperature on Mycelia Growth
It can be seen in Figure 5 that our isolate showed a small growth at 15 °C and that the average growth was decreasing as the days went by. On the other hand, we noticed that the isolate showed a better growth in the temperatures of 20°C and 25 °C, and that, for the most part, presented an increasing curve of mycelial growth in these conditions in the course of the days.
We verified the best growth of the temperatures of 20 °C and 25 °C by means of statistical tests, we used the means of the daily replicas and using the Tukey test. It was observed that the temperatures of 20 and 25 °C did not present significant differences in relation to the growth when compared between them, however, these temperatures showed a significant difference when compared to the temperature increase of 15 °C (20 °C: 4.68 to 25 °C: 3.63 at 15 °C 2.17). The Man Whitney U Test showed that the sum of the averages of the growth in the 7 days differ statistically among treatments (p-value always below 3.24 × 10 −6 ). 
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Figure 5.
Average mycelial growth in mm during the 7 days of measurement at the 3 different temperatures. The graphic was built using specific packages in the R studio software. Temperatures followed by the same letter do not differ in the Tukey test at 5%.
Discussion
Endophytic fungi belonging to Phaeosphaeriaceae have previously been recovered from monocots and dicots in Antarctic ecosystems [9, 12, 13] . The species of this family are widely distributed among plants as pathogens or as saprobes [39] . Currently, eight species are grouped under the genus Juncaceicola, which were collected from Asteraceae, Juncaceae, Poaceae and Typhaceae. In the present evaluation, the isolate was closely related to J. typharum. This species is reported from Typhaceae (Typha angustifolia L., Typha australis L. and Typha latifolia L.) and Poaceae (Spartina alterniflora Loisel, and Spartina patens (Aiton) Muhl). J. alpina is the only species related to the genus Deschampsia P. Beauv., such as Deschampsia caespitosa (L.) P. Beauv and Deschampsia flexuosa (L.) Trin, but none of these grass species occurs in Antarctica [9, 39] .
Therefore, species of the genus Juncaceicola have not yet been discovered in the Antarctic continent, whereas species of the genus Phaeosphaeria have been found as endophytes of D. antarctica and C. quitensis on the ice-free areas of the South Shetlands archipelago [12, 13] . According to Rosa et al. [12] , the genera Alternaria and Phaeosphaeria are the most abundant in the leaves of D. antarctica. Thus, our results suggest the first identification of this genus in the Antarctic region.
Our study is a starting point for the work with isolates of the genus Juncaceicola in the Antarctic continent, seeking to fill the shortage of knowledge of the ecological function of the fungi of this genus in the Antarctic environment. Therefore, further studies should be performed to understand the relation of fungi of this genus with the Antarctic hairgrass species (Deschampsia antarctica). Since the relationship between the fungus and the plant may be specific, where the fungus is host of only one species of plant or a certain group of plants, and in these cases, the fungus does not relate to other plants in the same habitat of your host plant [41] . According to Ruisi et al. [5] , Antarctica is a Figure 5 . Average mycelial growth in mm during the 7 days of measurement at the 3 different temperatures. The graphic was built using specific packages in the R studio software. Temperatures followed by the same letter do not differ in the Tukey test at 5%.
Our study is a starting point for the work with isolates of the genus Juncaceicola in the Antarctic continent, seeking to fill the shortage of knowledge of the ecological function of the fungi of this genus in the Antarctic environment. Therefore, further studies should be performed to understand the relation of fungi of this genus with the Antarctic hairgrass species (Deschampsia antarctica). Since the relationship between the fungus and the plant may be specific, where the fungus is host of only one species of plant or a certain group of plants, and in these cases, the fungus does not relate to other Diversity 2018, 10, 107 9 of 12 plants in the same habitat of your host plant [41] . According to Ruisi et al. [5] , Antarctica is a potential place to find endemic and new fungal species, which will be important in turn to understand fungal diversity and ecology [12, 42] . Intensive research for new and more effective species of endophyte fungi with biotechnology relevance is underway and this includes the search for new ecological niches, such as Antarctica, for new potential sources [43, 44] .
The macroscopic character of differentiation of fungi species of the genus Juncaceicola is the ascomata and ascospores [39, 40] , but Juncaceiola cf. typharum did not present the formation of reproductive structures in culture medium, and we did not obtain this information. Our isolate shows slower mycelial growth when compared to the growth of other Juncaceicola species already reported [39, 40] . The coloration of the colonies of the species already described of this genus varied between white, cream, yellowish, brown, brown, gray and black [39, 40] , however, our isolate presents a different coloration, dark pink tones to clear. The phylogenetical and the pairwise distance matrix analysis allows us to only suggest that our species is hypothetically a new species of Juncaceicola, since the genetic distances obtained demonstrate that our sequence is to dissimilar the other species already described and with sequences available in Genbank. The phylogenetic analysis approximates our species of Juncaceicola typharum, but without sufficient morphological characteristics we do not have any other information that can be compared with its original description. Although sequences of nuclear ribosomal spacers are widely used for phylogenetic analysis, we must always be careful to avoid over interpretation, since sequences such as ITs can be misleading when incorporated into phylogenies, since these regions are involved in a lower rate in fungi and can be present in many copies in the plant genome [45] . Taking into account that our sample is an endophyte fungus obtained from leaves of an Antarctic plant, selection pressure is higher in the organism living there [46] , and the molecular relationships between endophyte fungi and their hosts have not yet been fully established [47] , further analyzes are necessary for the taxonomic determination of our new fungi species.
Putzke and Pereira [48] described Phaeosphaeria deschampsii, a new species of Deschampsia antarctica parasite for Half Moon Island. These authors [48] also claim that plant pathogenic fungi are few known to the Antarctic region and that climate change can cause pathogens restricted to some areas to be found in new locations.
Despite being related as an endophyte, our isolate showed a strong grouping with fungi of the genus Juncaceiola, a genus of 8 fungal species that are reported as parasites of plant species, including species of the family Poaceae [39, 40] .
Working with fungi isolated from Antarctic soils, report that most of the isolated fungi grow at all tested temperatures, however, in the majority, they had their best growth in temperatures close to 20 • C and 25 • C [49] . As well as, isolated fungi of mosses presented, for the most part, better growth between 15 and 24 • C [50] . However, we did not find data on fungal growth associated with Antarctic grasses. The occurrence of new species of plant parasitic fungi in Antarctica may be related to climate change in this region because some fungi, such as our isolate, have better growth rates at higher temperatures.
Conclusions
Our results served as a starting point for studies with this isolate, further studies with this isolate need to be performed for a better implementation, as well as, work with more sampling points in different Antarctic islands should be done to verify the occurrence of this isolate in the other ice-free areas of Antarctica. The identification of our isolate was not conclusive at species level, because through our morphological characterization we did not obtain enough data well-based taxonomic analysis. Through the temperature test it was possible to observe that, like other fungi already reported for Antarctica, our fungus has better growth at higher temperatures rates, such between 20 • C and 25 • C. The isolate showed low identity of the ITS sequences for sequences of fungal species belong to the genus Juncaceicola. Our isolate was closer to Juncaceicola typharum, however, the data obtained up to date are not conclusive to suggest that this fungus could really be a new species. Therefore, we suggest that our isolate be identified as Juncaceicola cf. typharum. More taxonomic studies, such as multigenic phylogeny with the combination of regions such as ITS + LSU + SSU, as performed by Tennakoon et al. [39] , are necessary to identify the fungal endophyte of Deschampsia antarctica obtained in our study. 
